Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.049; wR factor = 0.125; data-to-parameter ratio = 19.9.
The asymmetric unit of the title compound, C 15 H 18 BrN 3 O 2 S, contains two independent molecules in both of which the (thiazine)C N-N double bond exhibits an E conformation. The cyclohexyl rings adopt chair conformations while the thiazine rings are in sofa conformations. The mean planes of these rings are oriented at dihedral angles of 64.43 (13) and 28.6 (2) in the two independent molecules while the aromatic and thiazine rings are twisted by dihedral angles of 8.73 (8) and 13.07 (2) , respectively. In the crystal, C-HÁ Á ÁO and C-HÁ Á ÁBr interactions connect molecules into chains propagating along the a axis.
Related literature
For the synthesis of benzothiazines and their derivatives, see: Arshad et al. (2010) ; Shafiq et al. (2011a,b) . For their biological activity, see: Zia-ur-Rehman et al. (2009) . For related structures, see: Shafiq et al. (2011c,d) . For puckering parameters, see: Cremer & Pople (1975) .
Experimental
Crystal data = 102.879 (4) V = 1604.85 (7) Å 3 Z = 4 Mo K radiation = 2.70 mm À1 T = 296 K 0.25 Â 0.21 Â 0.13 mm
Data collection
Bruker KAPPA APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2007) T min = 0.552, T max = 0.720 28996 measured reflections 7939 independent reflections 4380 reflections with I > 2(I) R int = 0.083 Refinement R[F 2 > 2(F 2 )] = 0.049 wR(F 2 ) = 0.125 S = 0.90 7939 reflections 399 parameters H-atom parameters constrained Á max = 0.64 e Å À3 Á min = À0.82 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (ii) Àx þ 1; Ày þ 1; Àz þ 1; (iii) Àx þ 2; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON.
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In perpetuation of our research regarding the synthesis of benzothiazines (Shafiq et al., 2011a) , (Arshad et al., 2010) , their derivatives (Shafiq et al., 2011b) and biological evaluations (Zia-ur-Rehman et al., 2009) we herein report the structural analysis of the title compound.
The present structure is closely related to 6-bromo-4-hydrazinylidene-1-methyl-3H-2λ 6 ,1-benzothiazine-2,2-dione (Shafiq et al., 2011c) and 6-bromo-1-methyl-4-[2-(4-methylbenzylidene) hydrazinylidene]-3H-2λ 6 ,1-benzothiazine-2,2dione (Shafiq et al., 2011d) . The crystal structure comprises of two independent molecules A (C1-C15) and B (C16- (Cremer & Pople, 1975) . The molecules do not show any classical hydrogen bonding although weak intermolecular interactions of the C-H···O and C-H···Br type have been observed (Table. 1, Fig. 3 ).
Experimental
In the synthesis of title compound, 6-Bromo-4-hydrazinylidene-1-methyl-3H-2λ 6 ,1-benzothiazine-2,2-dione (Shafiq et al., 2011c) was subjected to react with cyclohexanone according to a literature procedure (yield: 56.7%, Shafiq et al., 2011b) . The product obtained was then recrystallized from ethyl acetate by slow evaporation of the solvent to obtain suitable crystals for diffraction studies.
Refinement
All hydrogen atoms were positioned with idealized geometry with C-H = 0.96 Å for the methyl group, C-H = 0.93 Å for aromatic and C-H = 0.97 Å for methylene groups and were refined using a riding model with U iso (H) = 1.2 U eq (C) for aromatic & methylene and U iso (H) = 1.5 U eq (C) for methyl carbon atoms. Six reflections (-1 0 1), (0 -1 1), (0 1 0), (0 0 1), (1 0 0), (1 -1 1) have been omitted in the final refinement as these were obscured by the beam stop. supplementary materials sup-2 Acta Cryst. (2012) . E68, o2088-o2089
Computing details
Data collection: APEX2 (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT (Bruker, 2007) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009) .
Figure 1
Molecular structure of (I) with thermal allipsoids drawn at the 40% probability level. Unit cell packing showing weak interactions of hydrogen bonds using dashed lines. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
6-Bromo-4-(2-cyclohexylidenehydrazin-1-ylidene)-1-methyl-2,2-dioxo-3,4-dihydro-1H-2λ 6 ,1-benzothiazine
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
